Background
Genetic risk and environmental adversity -both important risk factors for major depression (MD)-are thought to differentially impact on depressive symptom types and associations. classified into subgroups based on their genetic risk for MD (family history, polygenic risk score, early age at onset) and severe adversity (childhood sexual abuse, stressful life events).
Differences in MD symptom network structure were statistically examined for these subgroups using permutation-based network comparison tests.
Results
Although significant differences in symptom endorsement rates were seen in 18.8% of group comparisons, associations between depressive symptoms were similar across the different subgroups of genetic and environmental risk. Network comparison tests showed no
